The family 'Kineosporiaceae' (Garrity et al., 2007) was described as one of six families belonging to the suborder Frankineae, which accommodated the genera Cryptosporangium (Tamura et al., 1998) , Kineococcus (Yokota et al., 1993) and Kineosporia (Pagani & Parenti, 1978) . However, Carlsohn et al. (2008) reported that the family 'Kineosporiaceae' did not emerge as a phylogenetically coherent family. Subsequently, Zhi et al. (2009) proposed the new suborder Kineosporiineae and the valid family Kineosporiaceae for accommodating the genera Kineococcus, Kineosporia and Quadrisphaera (Maszenan et al., 2005) , and the new family Cryptosporangiaceae in the suborder Frankineae for the genus Cryptosporangium based on 16S rRNA gene sequence analysis. The genus Kineosporia forms elongating, club-shaped sporangia containing motile cells, the genus Kineococcus forms motile cocci, and the genus Quadrisphaera forms non-motile cocci.
Strain TT07R-79
T was isolated from broad-leaf forest soil on Rishiri Island, Hokkaido, Japan, in 2007. Strain TT07R-79 T was isolated by using the yeast extract-SDS method (Hayakawa & Nonomura, 1989) on HV medium (Hayakawa & Nonomura, 1987) containing 20 mg nalidixic acid l 21 and 50 mg cycloheximide l
21
. PCR amplification and sequencing of the 16S rRNA gene were performed as described previously (Tamura & Hatano, 2001 ). The identification of phylogenetic neighbours and calculation of pairwise 16S rRNA gene sequence similarities were achieved by using the EzTaxon server (http://www.eztaxon.org/; Chun et al., 2007) . The 16S rRNA gene sequence was aligned with published sequences retrieved from the DDBJ by using CLUSTAL X (Thompson et al., 1997) and the alignment was manually edited by using BioEdit version 7.0.9 (Hall, 1999) . Phylogenetic trees were reconstructed by using the neighbour-joining (Saitou & Nei, 1987) and maximum-parsimony (Fitch, 1971) algorithms using the MEGA 4.1 program (Tamura et al., 2007) . The resultant tree topologies were evaluated by bootstrap analysis (Felsenstein, 1985) based on 1000 replications.
Sequence comparisons with 16S rRNA gene sequences from the EzTaxon database (Chun et al., 2007) T to members of the suborders Kineosporiineae and Micrococcineae can be seen in the phylogenetic tree reconstructed by using representatives of families of the order Actinomycetales shown in Supplementary Figure S1 (available in IJSEM Online). The 16S rRNA gene sequence analysis with related taxa, including the type species of the families Kineosporiaceae and Intrasporangiaceae, revealed that strain TT07R-79
T formed a monophyletic clade with the members of the suborder Kineosporiineae in neighbourjoining and maximum-parsimony phylogenetic trees ( Fig.  1 ), but this branch was only supported by a low bootstrap value (45 %). With all treeing methods, strain TT07R-79 T appeared as an individual line of descent (see Fig. 1 for the neighbour-joining dendrogram). In view of its phylogenetically deep branching point within the family Kineosporiaceae, strain TT07R-79
T should be considered to represent a novel genus.
Cell-wall amino acids, the acyl type of the peptidoglycan, the whole-cell sugar pattern, cellular fatty acids, mycolic acids, menaquinones and the DNA base composition were analysed as described previously (Tamura et al., 1994) . Freeze-dried cells for chemotaxonomic analyses were prepared from cultures grown in yeast extract-glucose (YG) broth (Hatano et al., 2003) on a rotary shaker at 28 u C for 3 days. The predominant menaquinone was MK-9(H 4 ), with MK-9(H 6 ) as a minor component. Strain TT07R-79
T contained meso-diaminopimelic acid, alanine and glutamic acid in the cell wall, and galactose, glucose and ribose as whole-cell sugars. The fatty acid profile was characterized by a predominance of iso-C 17 : 0 (19.5 %), iso-C 15 : 0 (19.2 %), C 16 : 0 (18.4 %) and the presence of smaller proportions of 9 methyl-C 16 : 0 (9.8 %), anteiso-C 17 : 0 (6.5 %), C 18 : 1 v9c (4.1 %), C 17 : 0 (3.7 %), 10 methyl-C 17 : 0 (3.5 %), C 16 : 1 2-OH (3.0 %), C 17 : 1 v9c (2.2 %), iso-C 18 : 0 (2.1 %), C 18 : 0 (2.0 %), 10 methyl-C 18 : 0 (1.9 %), iso-C 16 : 0 (1.7 %), iso-C 14 : 0 (1.2 %) and anteiso-C 15 : 0 (1.2 %).
Diphosphatidylglycerol, phosphatidylglycerol, phosphatidylinositol and phosphatidylinositol mannoside were detected. The DNA G+C content was 70.9 mol%. Mycolic acids were absent. The acyl type of the cell-wall muramic acid was the acetyl type.
Morphological characteristics were observed by using scanning electron microscopy as described previously (Tamura et al., 1994) . Strain TT07R-79
T formed spherical to rod-shaped cells, 0.3 to 0.5 mm in diameter and 0.3 to 2.0 mm long, sometimes up to 5 mm long (Fig. 2) . Cell motility was not observed in distilled water, 0.04 % NaCl solution or 0.01 M phosphate buffer (pH 7.0) with 1/10 soil extract. Determination of the cultural and physiological characteristics was performed as described by Seino et al. (1985) and Shirling & Gottlieb (1966) and by using API ZYM, API 50CH and API coryne test strips (bioMérieux). Good growth was observed on yeast extractmalt extract agar (ISP-2), oatmeal agar (ISP-3) and yeast extract-starch agar containing, per litre distilled water (pH 7.2), 15.0 g soluble starch, 4.0 g yeast extract, 0.5 g K 2 HPO 4 , 0.5 g MgSO 4 . 7H 2 O and 15.0 g agar. Colonies were circular, smooth, convex and orange in colour. Strain TT07R-79
T grew under both aerobic and anaerobic conditions. The pH range for growth was analysed by using filter-sterilized YG broth (pH adjusted using 5 M sulfuric acid). Strain TT07R-79
T grew optimally at pH 6 to 7. Detailed results of these analyses are provided in the species description. Cells are Gram-positive, non-motile, non-spore-forming, facultatively anaerobic, catalase-positive cocci to rods. The peptidoglycan is of the A type (A1c sensu; Schleifer & Kandler, 1972) and contains meso-diaminopimelic acid, alanine and glutamic acid. Cell-wall sugars are galactose, glucose and ribose. Mycolic acids are absent. The major menaquinone is MK-9(H 4 ). The phospholipids comprise diphosphatidylglycerol, phosphatidylglycerol, phosphatidylinositol and phosphatidylinositol mannoside. The cellular fatty acids are a complex mixture of straight-chain saturated, monounsaturated and iso-and anteiso-methylbranched acids and consist mainly of iso-methyl-branched saturated and straight-chain saturated acids, with iso-C 17 : 0 , iso-C 15 : 0 and C 16 : 0 predominating. The type species is Angustibacter luteus.
Description of Angustibacter luteus sp. nov.
Angustibacter luteus (lu9te.us. L. masc. adj. luteus orangecoloured).
Displays the properties of the genus with the following additions. Cells are usually 0.3-0.5 mm wide and 0.3-2.0 mm long, and rarely up to 5 mm long. Colonies are orange in colour. Growth occurs between 5 and 30 u C. The pH range for growth is 6 to 8 (optimum 6 to 7). Growth Groth et al. (1999 Groth et al. ( , 2002 , Itoh et al. (1989) , Kageyama et al. (2005) , Kudo et al. (1998 ), Maszenan et al. (2005 , Tamura et al. (1998) , Weon et al. (2007) , Yokota et al. (1993) and this study. A 2 pm, diaminopimelic acid; Orn, ornithine; A, anteiso-methyl-branched; I, iso-methylbranched; M, 9-or 10-methyl-branched; S, straight-chain saturated; U, monounsaturated; DPG, diphosphatidylglycerol; GL, unknown glycolipid(s); PC, phosphatidylcholine; PE, phosphatidylethanolamine; PG, phosphatidylglycerol; PI, phosphatidylinositol; PIM, phosphatidylinositol mannosides; PL, unknown phospholipid(s); PS, phosphatidylserine; ND, no data. 
